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Plant genetic resources play a major role for global food security. The most significant and 
widespread mean of conserving plant genetic resources is ex situ conservation. Most conserved 
accessions are kept in specialized facilities known as genebanks maintained by public or private 
institutions. World-wide 7.4 million accessions are stored in about 1,500 ex situ genebanks.
In addition, series of genetic stocks including chromosome substitution lines, alloplasmic lines, 
single chromosome recombinant lines, introgression lines, etc. have been created. Analysing these 
genetic stocks many qualitative and quantitative inherited traits were associated to certain 
chromosomes,   chromosome   arms   or   introgressed   segments.   Today,   genetic   stocks   are 
supplemented by a huge number of genotyped mapping populations. Beside progenies of bi-
parental crosses (doubled haploid lines, recombinant inbred lines, etc.) panels for association 
mapping were created recently.
In our presentation we give examples for the successful utilisation of genebank accessions and 
genetic stocks for genetic and genomic studies. Using both segregation and association mapping 
approaches, data on mapping of loci/marker trait associations for a range of different traits are 
presented.
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